In the title 1:1 adduct, C 6 H 7 NÁC 7 H 7 NO 2 , the carboxylic acid group is twisted at an angle of 4.32 (18) with respect to the attached benzene ring. In the crystal, the carboxylic acid group is linked to the pyridine ring by an O-HÁ Á ÁN hydrogen bond, forming a dimer. The dimers are linked by N-HÁ Á ÁO hydrogen bonds, generating (010) sheets. 
Related literature
For background to pyridine derivatives, see: Tomaru et al. (1991) . Katritzky et al. (1996) ; Akkurt et al. (2005) Table 1 Hydrogen-bond geometry (Å , ). Symmetry codes: (i) x þ 1; y; z; (ii) x À 1; y; z À 1; (iii) x À 1; Ày; z À 1 2 .
Data collection: APEX2 (Bruker, 2004 ); cell refinement: SAINT (Bruker, 2004) 
S1. Chemical context
Aminopyridine and its derivatives play an important role in heterocyclic chemistry (Katritzky et al., 1996) . Some pyridine derivatives possess nonlinear optical (NLO) properties (Tomaru et al., 1991) and possess antibacterial and antifungal activities (Akkurt et al., 2005) . we herewith, report the synthesis and the crystal structure of (I) (Fig. 1 ).
S2. Structural commentary
The molecular structure of the title compound (I) is shown in (Fig. 1 ). It consists of two independent molecules in the assymetric unit. In the 4-aminobenzoic acid molecule, the carboxyl group is twisted at an angle of 4.32 (18) 
S4. Database survey
Several similar structures containing methylpyridinium and nitrobenzoate molecules have been reported earlier: i.e., 2-Amino-5-methylpyridinium 2-aminobenzoate (Thanigaimani et al., 2012) ; 2-Amino-5-chloropyridinium 4-aminobenzoate (Kannan et al., 2012) ; 2-Amino-4-methylpyridinium 2-nitrobenzoate (Muralidharan et al., 2013) ; 4-Methylpyridinium 2-carboxy-4,5-dichlorobenzoate monohydrate [Smith & Wermuth, (2010) ]; 2-Amino-4-methylpyridinium 2-hydroxybenzoate [Hemamalini & Fun (2010) ].
S5. Synthesis and crystallization
Equimolar quantity of 4-methylpyridine and 4-aminobenzoic acid were dissolved in methanol-water mixed solvent and colourless blocks of the title adduct were grown by slow evaporation of the solvents.
S6. Refinement
Crystal data, data collection and structure refinement details are summarized in Table 1 The molecular structure of (I), with 30% probability displacement ellipsoids for non-H atoms. Extinction coefficient: 0.013 (4)
4-Aminobenzoic acid-4-methylpyridine (1/1)

Crystal data
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma (F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å
